Escherichia coli 4s is a Gram-negative bacterium found in the equine intestinal ecosystem alongside diverse other coliform bacteria and bacteriophages. This announcement describes the complete genome of the T7-like E. coli 4s podophage Penshu1. From its 39,263-bp genome, 54 protein-encoding genes and a 179-bp terminal repeat were predicted.
content. Analysis predicted 54 protein-coding genes, with 30 being assigned a putative function. The Penshu1 genome was reopened at T7-like direct terminal repeats of 179 bp predicted by PhageTerm (20) . Penshu1 has its highest identity with several unclassified T7-like phages, including 43 similar proteins and 80.3% nucleotide sequence identity with Escherichia phage ST31 (GenBank accession number KY962008) and 80.1% nucleotide sequence identity with Escherichia phage YZ1 (GenBank accession number MG845865). As for phage T7, Penshu1 has a slippery sequence in the major capsid protein (NCBI accession number QEG09806) that can lead to translation by frameshift of the minor capsid protein (NCBI accession number QEG09807).
Data availability. The genome sequence and associated data for phage Penshu1 were deposited under GenBank accession number MK903281, BioProject accession number PRJNA222858, SRA accession number SRR8893626, and BioSample accession number SAMN11414580.
